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#132 OOOO0O0O0O0O0O 5.56 OOOOOOOOOOOO 1.67
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#166 OOODO0O0OOEO 10.00 I00BO000O000OO 7.50
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Supplemental Figure 1. Distribution of methylation within CIITA promoters pIII and pIV in (A) cell lines, (B) reactive tissues, and (C)
lymphoma cases. The methylation status of CIITA plII and pIV was determined at nine and twelve CpG sites, respectively. Data from ten
successfully bisulfite-modified clones was compressed using a color scale for methylation marks at each potential Me-C site (Legend).
Abbreviations: LN, lymph node; GCB, germinal center B-cell; Uncl, unclassified; ABC, activated B-cell; PMBL, primary mediastinal B-cell
lymphoma; DILLBCL, diffuse large B-cell lymphoma; PTCL, peripheral T-cell lymphoma; Tf, transformed; Re, relapsed.



